, which are a representative of at least three independent experiments undertaken on separate occasions that were each performed in triplicate. The upper two images were obtained from different periods of time while the Nrf1-immunoblotted membranes were exposed to X-ray. WT, indicates intact wild-type (Nrf1α
Three mono-allelic knockout (Nrf1α +/-) monoclonal cell lines (called HE1 Nrf1α+/-, HE2 Nrf1α+/-and HE3 Nrf1α+/-) had been selected by a series of cell-subcloning cultures and identified by target cDNA sequencing, western blotting and other technologies. The results of western blotting with anti-Nrf1 antibodies have been presented herein (a,b) and in the main text (see Fig. 4b ,c), which are a representative of at least three independent experiments undertaken on separate occasions that were each performed in triplicate. The upper two images were obtained from different periods of time while the Nrf1-immunoblotted membranes were exposed to X-ray. WT, indicates intact wild-type (Nrf1α 
cells, were starved for 12 h in a serum-free medium and then treated for additional 6 h with 1µg/ml of mitomycin C. Subsequently, a clear "scratch" was created before being allowed for being healed in the continuous culture at 37 with 5% CO2. The scratched images were captured at the beginning and at 12-h intervals during cell migration to close the scratch, followed by quantification of the distance of cell Either HepG2 (Nrf1α
) or HEA157 (Nrf1α -/-) cells that that had been growing in the exponential phase were inoculated subcutaneously into male nude mice, followed by observation of the subcutaneous tumour xenografts that had emerged and developed (see Fig. 8 in the main text). Until six weeks when the mice were sacrificed, the xenograft tumors were excised and then subjected to both histopathological examinations (see Fig. 10 in the main text) and real-time qPCR analysis (herein). Total RNAs were isolated from the xenograft tumours derived from HepG2 (Nrf1α 
